UEMATSUe/a/. 




Base length 



UEMATSU etal. 



2/14 




UEMATSU et al. 



3/14 




5/14 



Fig. 5 




Anchor sequence 



8/14 




11714 



Fig. 11 



^90 



100 



nil 



1 



(a) (b) (c) (d) 

Anchor sequence 



Fig. 12A 

5' 



GA 



Fig. 12B 

5' 



|GG 



\JEUKTSU et al. 



13/14 




VEMATSU etal. 



5 



101 



14/14 
Fig. 15 



111 



Execute PGR for each 
Primer 1 with anchor 
Primer 2 with anchor 

Primer n with anchor 



102 



Calculate the efficiency 
of adenylation 



103 



Select primer having high 
efficiency of adenylation 






104 




^ y 






Data base for anchor 
sequence giving high 
efficiency of adenylation 



05 



Select candidate for 
anchor sequence 




Does the number ol 
selection of candidate 
for anchor sequence 
exceed 32? 




Provide the base 
sequence of target DNA 



Decide the amplification 
region for target DNA 



112 



113 



Decide the forward primer 
corresponding to the amplification 
region for target DNA and the 
reverse primer thereto 



114 



Decide the temporal base sequence of 
reverse primer having an anchor 
sequence at 5'terminus 



115 



Yes 



Does it make 
secondary 
structure in the 
primers? 





No 




117 






Decide the be 


se sequence of 


reverse primer having an 


anchor sequence at 5'termirius 



